Carbapenemase-producing Klebsiella pneumoniae is an important opportunistic pathogen due to its drug resistance. This study reports on the isolation and characterization of a podophage, named Pylas, infecting this bacterium. The complete genome of phage Pylas is described, and it is distantly related to the well-studied phage N4.
podophage N4 (GenBank accession no. NC_008720) (E value, Ͻ10 Ϫ3 ) (19) . These shared proteins are involved in DNA replication, transcription, DNA packaging, and morphogenesis. Similar to N4, the Pylas genome has direct terminal repeats, which were predicted by PhageTerm (17) to be 769 bp long; the Pylas genome is generally syntenic with N4. Pylas is closely related to Klebsiella phage KpCHEMY26 (GenBank accession no. MN163281), sharing 94% overall nucleotide identity (E value, 0) as determined by BLASTn against the NCBI nucleotide (nt) database. The predicted lysis cassette of Pylas is composed of a holin-antiholin pair, an embedded inner-outer spanin pair, and a peptidoglycan hydrolase endolysin.
Data availability. The genome sequence of phage Pylas was submitted to GenBank under the accession no. MH899585. The associated BioProject, SRA, and BioSample accession numbers are PRJNA222858, SRR8556430, and SAMN10909361, respectively.
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